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Figure S1
Fig. S1. 3D cryo-EM reconstruction of wild-type NmqNOR. (A) 9 Å map generated from ~ 60,000 particles, clearly showing a dimeric form of the enzyme, having docked the AxqNOR EM structure into the map (top view from the membrane plane, bottom view from the periplasmic side). Though the map has density inside of the micelle, the resolution isn't good enough to see the separation of the helices, although TMHII density aligns well with AxqNOR TMHII. 
